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Text S1: Next generation amplicon sequence data processing
The adapters were trimmed from the raw sequences with Cutadapt (Martin, 2011) . Sequences lacking adapters were removed, as were sequences that did not have a length between 200 and 300 bp or between 250 and 500 bp for primer pairs 515'F/805R and 516F/915R, respectively. Those containing unspecified (i.e. N) bases were removed as well. The number of sequences after this step are presented as Input values in Tables S2 and S3 .
Further data processing was performed in R with the DADA2 package (Callahan, 2017) , where sequence read quality profiles were first inspected, and the sequences filtered with the filterAndTrim function. Based on their quality scores, 515'F/805R sequences were truncated to 220 and 170 bp for forward and reverse sequence reads, respectively, while sequences amplified by 516F/915R were truncated to 245 and 155 bp for forward and reverse sequence reads. The first 35 bases from reverse reads in amplicons from primers 515'F/805R were also trimmed due to low quality scores. In both cases, the maximum expected errors, were set to 2, and all sequences were truncated when their quality score dropped to 11 or lower. The number of remaining sequences is presented as Filtered in Tables S2 and S3 .
The model of error rates was learned from the data, followed by dereplication of the sequences. Sample inference was performed, resulting in the number of sequences, listed as Denoised in Tables  S2 and S3 , followed by merging of the paired ends. A sequence table was then constructed and the chimeras removed by selecting the "consensus" method. This resulted with the number of sequences presented as Nochim. in Tables S2 and S3 . At this point, the data was ready to be further analysed for taxonomy assignments with the Phyloseq package (McMurdie and Holmes, 2013). Table S1 . Chemically defined substrate composition. Compounds written in blue correspond to the buffer medium, green to carbon sources, yellow to vitamins, and red to trace elements. The stock solution was prepared by dissolving all the compounds in ultrapure water. It was then diluted to the final concentration by tap water in order to achieve the desired hydraulic retention time. The concentration of elements in the substrate originating from tap water are written in purple. Supplementary references:
